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Table 1. Primers selected from consensus sequence regions on disease resistance protein
homolog genes were used SNP detection.

Primmer code ' Porward primer(5'— 3) Reverse primer(5'— 3)
SRGA5 TGCTAGAAAAGTCTATGAAG TCAATCATTTCTTTGCACAA
SRGAS AGCCAAAGCCATCTACAGT ~ AACTACATTTCTTGCAAGT
SRGA7 AGTTTATAATTCCATTGCT ~ CCGAAGCATAAGTTGCTG
SRGA8 AGCGAGAGTTGTATTTAAG ~ AGCCACTTTTGACAACTGC

Table 2. Result of SSR analyses and SNP sequence data

No. of No. of Polymorphic
Marker No. of loci
markers/primers o foa loci

SNP 4 1412 263

SSR 20 20 20
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Fig 1. Dendrogram on cluster analysis of genetic similarity estimates for 16 soybean genotypes.
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